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File Help

vboxuser@ubuntu: ~/Desktop

$ conda activate jimmy3
$ fastqc

FastQC

FastQC High Throughput Sequence QC Report
Version: 0.12.1

www.bioinformatics.babraham.ac.uk/projects/
© Simon Andrews, Pierre Lindenbaum, Brian Howard, Phil Ewels 2011-22
HTS|DK BAM/SAM reader v2.24.1 from Samtools 2022
BZip decompression ©Matthew J. Francis, 2011
Base64 encoding ©Robert Harder, 2012
Java HDFS reader ©ETH, CISD and SIS, 2007-14

Use File > Open to select the sequence file you want to check

- Z N\ fastg 1

File Help

Open

Look In: ‘ﬁ fastq

[y NC1_R1.fastq.gz

= O x

oo
MIEIEIEIE SR

[y NC1_R2fastq.gz

File Name:

2011-22,

|"NC1_R1 fastg.gz" "MC1_R2 fastq.gz"

Files of Type: ‘Sequence Files

| Open

(S

Wei Sheng Xin

fastqc -f fastq -t 10 --noextract *.fastq.gz
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FastQC
File Help
[ NC1_R1fastq.gz | NC1_R2fastq.gz

Read 1271000 sequences (5%)
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26 i
e B|id
"E B
- B H
F A
FastQC = *
File Help
[ NC1_R1fastqgz | NC1_R2fastq.gz |
@ Basic Statistics Basic sequence stats
Measure Value
@ Per base sequence quality  |Filename NC1_R1.fastq.qz
File type Conventional base calls
@ Per tile sequence quality Encoding Sanger / lllumina 1.9
Total Sequences 25140686
@ Per sequence quality scores || T0tal Bases 3.7 Gbp
Sequences flagged as poor quality |0
@ Per base sequence content  |52guence length 151
WGEC 47

@ Per sequence GC content

@ Per base N content

@ Sequence Length Distribution
@ Sequence Duplication Levels

@ Overrepresented sequences

@ Adapter Content

%K L-l«-l_'flzuu\
X%, KB R,
reads$y, WEL, KE,

A= &5
GCE==F
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4

FastQC o O C FastQC
Eile Help

TileRiz

File Help
NC1_R1.fastq.gz |/Nc1_R2.fastq.gz | l/Nc1_R1_fa5tq_g}_ rNc1_R2.fastq.gz |

@ Basic Statistics Quality scores across all bases {Sanger /Tlumina 1.9 encoding) N @ Basic Statistics

@ Per base sequence quality @ Per base sequence quality ggg?

. . 2270
@ Per tile sequence quality @ Per tile sequence quality 5250
@ Per sequence quality scores

Quality pertile

2248
Per sequence quality scores | 2237

@ a a v 2226
Per base sequence content ggéi
2191

@ Per sequence GC content 28 @ Per sequence GC content 2180
2169

@ Per base N content 26 @ Per base N content S}E_g

Lo |2 2136
@ Sequence Length Distribution @ Sequence Length Distribution| 2125

2114
Sequence Duplication Levels |5 Sequence Duplication Levels ?1283
1279

@ Overrepresented sequences |18 @ Overrepresented sequences |{zgg
16 1257
Adapter Content Adapter Content 1246
14 1235
1224
12 1213
1202

10 1183
g 1178
1167
1158
1145
1134
1123
12

Per base sequence content

(=T N -]

1234506 789 1519 30-34 4549 6064 7572 90-94 105-109 125129 145-149 123456789 1519 30-34 4549 6064 7579 00-94 105-109 1253129 143-149
Fosition in read {bp) Fosition in read {kg)

Read i &
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FastQC = & & FastQC = =) &
Eile Help File Help
NC1_R1fastqgz | NC1_R2fastq.gz | ,( NC1_R1fastq.gz | NC1_R2fastq.gz |
i isti Basic Statistics
@ Basic Statistics Quality score distribution over all sequences @ Sequence content across all bases
- . 100
@ Per base sequence quality 1.4E7 Average Quality perread @ Per base sequence quality @T
%
@ Per tile sequence quality @ Per tile sequence quality an w%n
@ Per sequence quality scores | 1.2E7 @ Per sequence quality scores
80
@ Per base sequence content @ Per base sequence content
@ Per sequence GC content 1.0E7 @ Per sequence GC content 0
@ Per base N content @ Per base N content
[=11]

@ Sequence Length Distribution| ¢unnon @ Sequence Length Distribution

@ Sequence Duplication Levels @ Sequence Duplication Levels |z

@ Overrepresented sequences
@ Overrepresented sequences 6000000

40
@ Adapter Content @ Adapter Content

30
4000000
20
2000000
10
] 0 123456789 1519 30-34 45343 6064 7573 00-04 105109 125-129 145-149

15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 3/ 37 38 39 40
Mean Sequence Quality {Phred Score)

Fosition in read {kp)




File Help

[ NC1_R1fastq.gz | NC1_R2fastqgz |

FastQC B 6 €

GCE=

@ Basic Statistics

@ Per base sequence quality
@ Per tile sequence quality

@ Per sequence quality scores
@ Per base sequence content

@ Persequence GC content

@ Per base N content

@ Sequence Length Distribution

@ Sequence Duplication Levels

@ Overrepresented sequences

@ Adapter Content

Go00a0

500000

400000

300000

200000

1anooo

ananoon

800000

00000

03629

G distribution over all sequences

GC count per read
Theoretical Distribution

1317 21 25 29 33 37 41 45 49 53 57 61 65 62 73 77 81 85 89 93 97
MMean GC content {4)
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FastQcC = O b ‘
File Help Ng%
[ NC1_R1fastq.gz | NC1_R2fastq.gz |
@ Basic Statistics M comtent across all bases
@ Per base sequence quality %N
@ Per tile sequence quality ap
@ Per sequence quality scores
@ Per base sequence content
@ Per sequence GC content 70

@ Per base N content

@ Sequence Length Distribution

&0

&0

@ Sequence Duplication Levels (g,

@ Overrepresented sequences

40
@ Adapter Content

30

20

1234567809 1519 30-34 4549 60-64 7579 90-04 105109 125-129  145-140

Position in read {bp)




File Help

((NC1R1.fastqgz | NC1_Rzfastq.gz |

FastQC read-[;/qjg

File Help
[ NC1_R1fastqgz | NC1_R2fastq.gz |

@ Basic Statistics

@ Per base sequence quality 2387
@ Per tile sequence quality
@ Per sequence guality scores

@ Per base sequence content 2.087
@ Per sequence GC content
@ Per base N content

@ Sequence Length Distribution
@ Sequence Duplication Levels

@ Overrepresented sequences

1.0E?
@ Adapter Content

1.5E7

5000000

150

Distribution of sequence lengths over all sequences

151
sequence Length {bg)

S
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FastQC EE B @) &

@ Basic Statistics

@ Per base sequence quality
@ Per tile sequence quality an
@ Per sequence quality scores

@ Per base sequence content

@ Per sequence GC content 70

@ Per base N content

@ Sequence Length Distribution

Sequence Length

&0

a0

@ Sequence Duplication Levels |5,

@ Overrepresented sequences

40
@ Adapter Content

30

20

Percent of seqs remaining if deduplicated 52,394

% Total sequences

5 [ 7 8 a =10 =50 =100 =500 =1k =5k =10k

Seguence Duplication Level



File Help

[ NC1_R1fastqgz | NC1_R2fastq.gz |

@ Basic Statistics

@ Per base sequence quality
@ Per tile sequence quality
@ Per sequence guality scores

@ Per base sequence content

@ Per sequence GC content

@ Per base N content

@ Sequence Length Distribution
@ Sequence Duplication Levels

@ Overrepresented sequences

@ Adapter Content

FastQC = =) E=
&l-fz N |
ESYPAN
W Adapter
100 . .
Illumina Universal Adapter
INumina small RNA 3' Adapter
a0 INumina Small RNA 5' Adapter
&0 Polya
PolyG
0
60
50
40
30
20
10
0 123456789 1519 3034 4349 6084 7579  90-94 105-109 125-129 140

Position in read {bp)
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fastpZ< 33k

(3immy3) : $ fastp -1 NC1 _R1l.fastg.gz -o NC1 Rl.clean
.gz -I NC1 R2.fastg.gz -0 NC1 R2.clean.gz --detect adapter for pe -w 2 -h NCl.fa
stp.html

Detecting adapter sequence for readl...

>I1lumina TruSeq Adapter Read 1

AGATCGGAAGAGCACACGTCTGAACTCCAGTCA

Detecting adapter sequence for read2...

fastp -i NC1_R1.fastg.gz -o NC1_Rl.clean.gz -1 NC1_R2.fastq.gz -O NC1_R2.clean.gz --detect_adapter_for_pe -w 2 -h NC1.fastp.htm|

-i readl fastg#i A4 -o readl@@i i 34 (thEfastgi§ )
-| read? fastqBi A X fE -0 read2% >t (th Efastgi& )
--detect_adapter_for_pe & Wi Ay 12 3k

-W Cpu#y

-h By Bsummary htmI>XX 4%

T %R, Bl S readsHI IR ER R SRA—HF



General

fastp version:

zequencing:

mean length before filtering:
mean length after filtering:
duplication rate:

Insert size peak:

Detected readl adapter:

Before filtering
total reads:

total bases:

Q20 bases:

Q30 bases:

GC content:

After filtering
total reads:

total bases:

Q20 bases:

Q30 bases:

GC content:

Filtering result
reads passed filters:
reads with low quality:
reads with too many N:

reads too short:

0.23.4 (https: github.com/OpenGene/fastp)

paired end (131 cycles + 131 cycles)

151bp, 151bp
146bp, 146bp
6.766908%
194

AGATCGGAAGAGCACACGTCTGRAACTCCAGTCA

50.281372 M

7.352487 &

T.338745 G (96.658040%)
6.5957154 & (91.632086%)

47.975376%

459.163226 M

T.205235 G

T7.042220 G (97.683324%)
©.734854 & (93.420378%)

47.655670%

45.163226 M (87.776222%)
1.080%06 M (2.145713%)
11.724000 K (0.023317%)

25.516000 K (0.050746%)

quality

NS
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5fastqcg&il

EZBI/EZRE

20 40 60 80 100 120 140

position

—— A(25.63%)
—— T(26.76%)
—— ((23.66%)
—— G(23.92%)
—— N(0.015%)
—— GC(47.58%)

base content ratios

20 40 60 80 100 120 140

position
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